Background: It has been previously demonstrated that a single nucleotide polymorphism (SNP) in the IL13 promoter region, IL13 -1055T>C (rs1800925), was associated with susceptibility to severe malaria in Thais. In the present study, fine association mapping for a cytokine gene cluster including IL4, IL5, and IL13 on chromosome 5q31 was conducted using the same malaria subjects to refine the region containing a primary variant or a haplotype susceptible to severe malaria.
Background
Over the course of the last decade a number of studies have provided evidence for a linkage between the blood infection level of Plasmodium falciparum and the human chromosome 5q31 region in African populations [1] [2] [3] [4] . In addition to malaria, the 5q31 region shows a linkage to the response against other infectious diseases such as schistosomiasis [5] and leishmaniasis [6] . The 5q31-33 region contains genes encoding the T helper 2-type cytokines (the interleukin genes IL3, IL4, IL5, IL9, and IL13) and other immunologically active genes such as interferon regulatory factor-1 (IRF1). These genes are strong candidates for controlling the outcome of malaria infection.
In a previous study, three single nucleotide polymorphisms (SNPs) in the promoter regions of IL3, IL4, and IL13 were investigated. Of which, a SNP in the IL13 promoter region, IL13 -1055T>C (rs1800925), was found to be associated with susceptibility to severe malaria in Thais [7] . However, a number of candidate genes or polymorphisms still remain to be analyzed. In addition, no other polymorphisms surrounding rs1800925 were analyzed and thus the possibility that the association of rs1800925 with severe malaria may have resulted from linkage disequilibrium (LD) from other polymorphisms could not be excluded. The aim of this study is to better define the genomic region showing the association with severe malaria on the 5q31 region.
Methods

Subjects
A total of 368 adult patients with P. falciparum malaria (165 patients with severe P. falciparum malaria and 203 patients with mild malaria) living in northwest Thailand were enrolled in this study. All patients underwent treatment at the Hospital for Tropical Diseases, Faculty of Tropical Medicine, Mahidol University. Malarial infection by P. falciparum was confirmed by a positive blood smear for the asexual form of P. falciparum. Clinical manifestations of severe and mild malaria were classified according to the following definitions and criteria. A patient was classified as severe malaria when he/she has one or more of the following signs: high parasitaemia (>100,000 parasite/ml), hypoglycaemia (glucose <22 nmol/l), severe anaemia (haematocrit <20% or haemoglobin <7.0 g/dl), and a serum creatinine level of more than 3.0 mg/dl. In the present study, patients with cerebral malaria were not analyzed. Mild malaria was characterized by fever without other any underlying causes of infections and no manifestations of severe malaria as described above. All individuals were 13 years of age or older, and the mean ages of patients with mild malaria and those with severe malaria were 25.3 and 23.8, respectively. This study was approved by the institutional review board of the Faculty of Tropical Medicine, Mahidol University, and the Research Ethics Committees of the Faculty of Medicine, The University of Tokyo, and the Graduate School of Comprehensive Human Sciences, University of Tsukuba. Informed consent was obtained from all participants.
Genotyping
Genomic DNA was extracted from peripheral blood leukocytes using a QIAamp Blood Kit (Qiagen, Hilden, Germany). A total of 82 SNPs within a 522 kb region on human chromosome 5q31 were genotyped by using the DigiTag2 assay [8] or TaqMan assay ( Table 1 ). These SNPs were selected to capture the LD structure on 5q31 in Asian populations [9] .
Statistical analysis
The allele frequency at each SNP locus was compared between mild and severe malaria patients using the chisquare test and a permutation P value was calculated from 100000 permutations. A permutation P value of less than 0.05 was considered to be statistically significant. The pairwise LD coefficients (r 2 ) between SNPs were calculated to evaluate the structure of LD on 5q31-33 in 368 Thai malaria patients. The frequencies of haplotypes consisting of rs2069812, rs2299015, rs2299014, rs2243677, rs2522414, rs2299013, rs2252775, rs2522394, rs2245460, rs2301713, rs3798135, rs2237060, rs2074369, rs2240032, rs1881457, and rs1800925 were estimated only for this haplotype block. All the statistical analyses were performed by using the Haploview software version 4.0 [10] . The allelic state for each SNP (i.e., ancestral or derived) was inferred based on the genome sequence of Pan troglodytes (chimpanzee), obtained from the NCBI BLAST database (Table 1) . When the genomic sequence of chimpanzee was not available, one of Macaca mulatta (rhesus macaque) was used.
Results
Association test
Eighty-two SNPs including rs1800925 were analysed to evaluate the association of the 5q31 region with severity of malaria (Table 1 ). The permutation P value as well as the raw P value was calculated for each SNP to avoid any false positive findings due to multiple testing (Table 1 and Figure 1A ). Only rs1881457 showed a significant association with severe malaria (raw P value = 0.002 and permutation P value = 0.046) and no SNPs in the other genes showed any such association (permutation P value > 0.05). When a derived allele is focused on in association test, rs1881457-C may be referred to as a protective allele against severe malaria.
LD structure
In previous study, rs1800925 was found to be associated with severe malaria [7] . Since rs1881457, showing the strongest association in the present study, is closely located to rs1800925, these SNPs may be in LD. In addition, a number of SNPs near rs1881457 and rs1800925 showed also raw P values of less than 0.05 ( Table 1 and Figure 1 ), thus suggesting that some, if not all, of these SNPs are in the same haplotype block. To clarify the structure of the LD around rs1881457 and rs1800925, r 2 values between the 82 SNPs were calculated. The LD analysis for the 5q31 region revealed that all the SNPs showing low P values were in a distinct haplotype block spanning 97 kb from rs2069812 to rs2240032 ( Figure 1B ). This block contained the RAD50 gene and the promoter of IL13, but Six frequent haplotypes were observed in the detected block and two of which, haplotypes 1 and 4, bore rs1881457-C ( Table 2 ). Both haplotypes showed a decreased frequency in severe malaria patients in comparison to those with mild malaria, thus suggesting that the association of rs1881457-C with the protection against severe malaria was not caused by a specific haplotype.
Discussion
In this study rs1881457 was found to be significantly associated with severe malaria, and this SNP was included in a haplotype block encompassing the whole RAD50 gene and the promoter of IL13 (Figure 1 ). Together with MRE11 and NBS1, RAD50 forms a conserved multiprotein complex, MRE11-RAD50-NBS1 (MRN), which plays an important role in double-strand break repair, cell cycle checkpoint control, meiotic recombination, and telomere maintenance [11] [12] [13] . In the immune system, the MRN complex is involved in B cell-specific immunoglobulin gene diversification (e.g., Ig class-switch recombination, somatic hypermutation, and gene conversion) [14, 15] . The polymorphisms of RAD50 may therefore influence the affinity and/or effector functions of antibodies. The IL13 gene encodes a immunoregulatory cytokine (Th2 cytokine) produced by activated Th2 cells. The Th2 cytokines down-regulate macrophage activity, and inhibit the production of pro-inflammatory cytokines such as TNF and IL1. It has been reported that increased concentrations of TNF and IL1β in serum are observed in severe malaria patients [16] . The IL13 promoter polymorphisms may influence the expression of IL13. Thus, both RAD50 and IL13 seem to be plausible candidate genes associated with severe malaria.
The genes encoding the Th2 cytokines IL5, IL13, and IL4 are subject to coordinate regulation and are expressed in a cell lineage-specific manner [17, 18] . The expressions are regulated by a locus control region (LCR) located within a 25 kb region containing the 3' portion of RAD50 [19] . Interestingly, the LCR is included in the haplotype block associated with severe malaria, raising a possibility that polymorphisms which influence the LCR activity could account for the observed association with the severity of malaria.
Since rs1881457 is located in the promoter region of IL13, the nucleotide change at this site may affect the binding ability of some transcription factor. The TFSEARCH (TFSEARCH: Searching Transcription Factor Binding Sites, http://www.rwcp.or.jp/papia/) program based on the TRANSFAC databases [20] was used to examine the possibility. The result indicated no possible binding site of transcription factor at rs1881457 regardless of alleles (rs1881457-A and rs1881457-C) with the default setting (threshold score = 0.85). Therefore, rs1881457 itself may not be a primary polymorphism associated with severe malaria, even though rs1881457 showed the strongest association observed in this study.
Among IL13 polymorphisms, rs1800925 in the IL13 promoter has been reported to be associated with various diseases [21] [22] [23] [24] . This SNP is located within a putative primate-specific cis-regulatory element [25] and has been shown to affect the promoter activity of IL13 [25] and IL13 production [26] . In the present study rs1800925 and rs1881457 had a high r 2 value (r 2 = 0.73). Therefore, the possibility that rs1800925 is a primary SNP and the significant association of rs1881457 with severe malaria resulted from LD between these SNPs is not excluded. The
Association P values and LD structure of 82 SNPs on 5q31 future functional and association studies for rs1881457, rs1800925, and other polymorphisms, including those not analyzed in the present study, may thus help us to better understand the genetic susceptibility to severe malaria.
Conclusion
A haplotype block spanning 97 kb encompassing RAD50 gene and IL13 promoter region that was associated with severity of malaria was identified in a Thai population.
